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TCAAATTGGG 
ATAGGTT GGA 
ATAGGTTGGA 
ATCAATGACT 
T CAT TAT C AA 
TCAGATTGGG 
TCAGATTGGG 
TCAAATTGGG 



VI 



H15 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC21 
EG327 
Consensus 



281 

CAGTATATTT 
CAGTATATTT 
CAGTATATTT 
GTATATATTA 
GTATATATTA 
AAC GACAGC A 
TGACTAACGA 
CAGTATATTT 
CAGTATATTT 
CAGTATATTT 
A 



CGACGAGAAA 
CGACGAGAAA 
CGACGAGAAA 
CGACGATCAC 
CGACAATCAC 
AGGAATTTGT 
CAGCAAGGAA 
CAACGAGAAA 
CAACGAGAAA 
CGACAAGAAA 



AGAGTACTAA 
AGAGTACTAA 
AGAGTACTAA 
AACACTCTAC 
AACAC TCTAC 
AGACC CATAC 
TTTGTAGACC 
GGAGTACTAA 
GGAGTACTAA 
GGAGTACTAA 



AAGCCGGAGC 
AAGCCGGAGC 
AAGCCGGAGC 
ACGGCGCAAC 
ACGGCGCAAC 
ATAGTA. . . . 
CATACATAGT 
CAGCCAGAGA 
CAGCCAGAGA 
CAGCCGGAAC 



AATCACCCTC 
AATCACCCTC 
AATCACCCTC 
CGTTACCCTC 
CGTTACCCTC 
- GTTACCCTC 
AGTTACCCTC 
AATCACCCTC 
AATCACCCTC 
AATCACCCTC 
— T- ACCCTC 



AAAGCCGGCG 
AAAGCC GGCG 
AAAGCCGGCG 
AAAGCCGGCG 
AAAGCCGGCG 
AAAGCCGGCG 
AAAGCCGGCG 
AAAGCCGGCG 
AAAGCCGGCG 
AAAGCCGGCG 
AAAGCCGGCG 



350 

AC AAC C T GAA 
AC AAC C T GAA 
AC AAC C T GAA 
ACAAC CTGAA 
AC AAC CT GAA 
ACAAC CTGAA 
ACAAC CTGAA 
ACAAC CTGAA 
ACAACCTGAA 
ACAAC C T GAA 
ACAAC CT GAA 



VI 



C2 



351 420 

HIS AATCAAACAA AACACCAATG AAAACACCAA TGAAAACACC AATGACAGTA GCTTCACCTA CTCCCTGAAA 

BZ10 AATCAAACAA AACACCAATG AAAACACCAA TGAAAACACC AATGACAGTA GCTTCACCTA CTCCCTGAAA 

BZ198 AATCAAACAA AACACCAATG AAAACACC AATGACAGTA GCTTCACCTA CTCCCTGAAA 

P20 AATCAAACAA AGCGGCAAAG A CTTCACCTA CTCGCTGAAA 

H38 AATCAAACAA AACACCAATA AAAACACCAA TGAAAACACC AATGACAGTA GCTTCACCTA CTCGCTGAAA 

Z2491 AATCAAACAA AACACCAATG AAAACACC AAT GCCAGTA GCTTCACCTA CTCGCTGAAA 

H41 AATCAAACAA AACACCAATG AAAACACC AAT GCCAGTA GCTTCACCTA CTCGCTGAAA 

EG329 AATCAAACAA AAC G GCACAA ACTTCACCTA CTCGCTGAAA 

PMC21 AATCAAACAA AAC G GCACAA ACTTCACCTA CTCGCTGAAA 

EG327 AATCAAACAA AACACCAATG AAAACACC AATGCCAGTA GCTTCACCTA CTCGCTGAAA 

Consensus AATCAAACAA A-C r — -CTTCACCTA CTC-CTGAAA 

C2 V2 C3 



FIG. 2 



8/31 



HIS 
BZ10 
' BZ198 
P20 
H38 
Z2491 
H41 
EG32 9 
PMC21 
EG327 
Cons ensus 



421 

AAAGACCTCA 
AAAGACCTCA 
AAAGACCTCA 
AAAGAGCTGA 
AAAGACCTCA 
AAAGACCTCA 
AAAGACCTCA 
AAAGACCTCA 
AAAGACCTCA 
AAAGACCTCA 
AAAGA-CT-A 



CAGATC TGAC 
CAGATCTGAC 
CAGATC TGAC 
AAGACC TGAC 
CAGATCTGAC 
CAGGCC TGAT 
CAGGCC TGAT 
CAGATCTGAC 
CAGATCTGAC 
CAGATCTGAC 
-AG--CTGA- 



CAGTGTTGAA 
CAGTGTTGAA 
CAGTGTTGAA 
CAGTGTTGAA 
CAGTGTTGAA 
CAATGTTGAA 
CAATGTTGAA 
CAGTGTTGGA 
CAGTGTTGGA 
CAGTGTTGGA 
CA-TGTTG-A 



ACTGAAAAAT 
ACTGAAAAAT 
ACTGAAAAAT 
ACTGAAAAAT 
ACTGAAAAAT 
ACTGAAAAAT 
ACTGAAAAAT 
ACTGAAAAAT 
ACTGAAAAAT 
ACTGAAAAAT 
ACTGAAAAAT 



TATCGTTTGG 
TATCGTTTGG 
TATCGTTTGG 
TATCGTTTGG 
TATCGTTTGG 
TATCGTTTGG 
TATCGTTTGG 
TATCGTTTAG 
TATCGTTTAG 
TATCGTTTAG 
TATCGTTT-G 



CGCAAACGGT 
CGCAAACGGT 
CGCAAACGGT 
CGCAAACGGT 
CGCAAACGGC 
CGCAAACGGC 
CGCAAACGGC 
CGCAAACGGC 
CGCAAACGGC 
CGCAAACAGC 
CGCAAAC-G- 



490 

AATAAAGTCA 
AATAAAGTCA 
AATAAAGTCA 
AATAAAGTCA 
AATAAAGTCA 
AAGAAAGTCA 
AAGAAAGTCA 
AATAAAGTCA 
AATAAAGTCA 
AATAAAGTCA 
AA-AAAGTCA 



C3 



HIS 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC21 
EG327 
Consensus 



491 

ACATCACAAG 
ACATCACAAG 
ACATCACAAG 
ACATCACAAG 
ACATCACAAG 
ACATCATAAG 
ACATCATAAG 
ACATCACAAG 
ACATCACAAG 
ACATCACAAG 
ACATCA-AAG 



CGACACCAAA 
CGAC AC C AAA 
CGACACCAAA 
CGACACCAAA 
CGACACCAAA 
CGACACCAAA 
CGACACCAAA 
CGACACCAAA 
CGACACCAAA 
CGACACCAAA 
CGACACCAAA 



• GGCTTGAATT 
GGCTTGAATT 
GGCTTGAATT 
GGCTTGAATT 
GGCTTGAATT 
GGCTTGAATT 
GGCTTGAATT 
GGCTTGAATT 
GGCTTGAATT 
GGCTTGAATT 
GGCTTGAATT 



TTGCGAAAGA 
TTGCGAAAGA 
TTGCGAAAGA 
TTGCGAAAGA 
TCGCGAAAGA 
TCGCGAAAGA 
TCGCGAAAGA 
TTGCGAAAGA 
TTGCGAAAGA 
TCGCGAAAAA 
T - GCGAAA-A 



AACGGCTGGG 
AACGGCTGGG 
AACGGCTGGG 
AACGGCTGGG 
AACGGCTGGG 
AACGGCTGGG 
AACGGCTGGG 
AACGGCTGGG 
AACGGCTGGG 
AACGGCT GAG 
AACGGCTG-G 



AC GAAC GGCG 
ACGAACGGCG 
AC GAAC GGCG 
ACGAACGGCG 
ACGAACGGCG 
ACGAACGGCG 
ACGAACGGCG 
ACGAACGGCG 
ACGAACGGCG 
ACGAACGGCG 
AC-AACGGCG 



560 

A.CCCCACGGT 
A.CCCCACGGT 
A.CCCCACGGT 
A.CCCCACGGT 
A.CACCACGGT 
A.CACCACGGT 
A.CACCACGGT 
ACACCACGGT 
A.CACCACGGT 
A.CACCACGGT 
A.C-CCACGGT 



C3 



HIS 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC21 
EG327 
Consensus 



5 61 

TCATCTGAAC 
TCATCTGAAC 
TCATCTGAAC 
TCATCTGAAC 
TCATCTGAAC 
TCATCTGAAC 
TCATCTGAAC 
TCATCTGAAC 
TCATCTGAAC 
TCATCTGAAC 
TCATCTGAAC 



GGTATC GGTT 
GGTATC GGTT 
GGTATC GGTT 
GGTATC GGTT 
GGTATT GGTT 
GGTAT C GGTT 
GGTATC GGTT 
GGTATT GGT T 
GGTATT GGT T 
GGTATC GGTT 
GGTAT - GGTT 



CGACTTTGAC 
CGACTTTGAC 
CGACTTTGAC 
CGACTTTGAC 
CGACTTTGAC 
CGACTTTGAC 
CGACTTTGAC 
CGACTTTGAC 
CGACTTTGAC 
CGACTTTGAC 
CGACTTTGAC 



CGATACGCTG 
CGATACGCTG 
CGATACGCTG 
CGATACGCTT 
CGATACGCTG 
CGATACGCTT 
CGATATGCTG 
CGATACGCTG 
CGATACGCTG 
CGATACGCTG 
CGATA-GCT- 



CTGAATACCG 
CTGAATACCG 
CTGAATACCG 
GCGGGTTCTT 
CTGAATACCG 
GCGGGTTCTT 
CTGAATACCG 
CTGAATACCG 
CTGAATACCG 
CTGAATACCG 
— G — T-C — 



GAGCGACCAC 
GAGCGACCAC 
GAGCGACCAC 
CTGCTTCTCA 
GAGCGACCAC 
CTGCTTCTCA 
GAGCGACCAC 
GAGCGACCAC 
GAGCGACCAC 
GAGCGACCAC 
— GC — C- — 



630 

AAACGTAACC 
AAACGTAACC 
AAACGTAACC 
C GT TGAT GC G 
AAACGTAACC 
C GT TGAT GC G 
AAACGTAACC 
AAACGTAACC 
AAACGTAACC 
AAACGTAACC 
G C- 



C3 



V3 



FIG.2 



9/31 



H15 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG32 9 
PMC21 
EG32 7 
Consensus 



631 

AACGACAACG 
AACGACAACG 
AACGACAACG 
GGT AAC C AAA 
AACGACAACG 
GGT AAC C AAA 
AACGACAACG 
AACGACAACG 
AACGACAACG 
AACGACAACG 
AC-A — 



TTACCGATGA 
TT AC C GAT GA 
TTACCGATGA 
GTACACATTA 
TTACCGATGA 
GTACACATTA 
TTACCGATGA 
TTACCGATGA 
TTACCGATGA 
TTACCGATGA 
-TAC — AT -A 



CGAGAAAAAA 
CGAGAAAAAA 
CGAGAAAAAA 

C ACT 

CAAGAAAAAA 

C ACT 

CGAGAAAAAA 
CGAGAAAAAA 
CGAGAAAAAA 
CGAGAAAAAA 
C a-- 



CGTGCGGCAA 
CGTGCGGCAA 
CGTGCGGCAA 
CGTGCAGCAA 
CGTGCGGCAA 
CGTGCAGCAA 
CGTGCGGCAA 
CGTGCGGCAA 
CGTGCGGCAA 
CGTGCGGCAA 
CGTGC-GCAA 



GCGTTAAAGA 
GCGTTAAAGA 
GCGTTAAAGA 
GTATTAAGGA 
GCGTTAAAGA 
GTATTAAGGA 
GCGTTAAAGA 
GCGTTAAAGA 
GCGTTAAAGA 
GCGTTAAAGA 
G — TTAA-GA 



CGTATTAAAC 
CGTATTAAAC 
CGTATTAAAC 
TGTGTTGAAT 
CGTATTAAAC 
TGTGTTGAAT 
CGTATTAAAC 
CGTATTAAAC 
CGTATTAAAC 
CGTATTAAAC 
-GT-TT-AA- 



V3 



700 

GCAGGCTGGA 
GCAGGCTGGA 
GCAGGCTGGA 
GCGGGTTGGA 
GCAGGCTGGA 
GCGGGTTGGA 
GCAGGCTGGA 
GCTGGCTGGA 
GCTGGCTGGA 
GCAGGCTGGA 
GC-GG-TGGA 



C4 



701 

HI 5 ACATTAAAGG CGTTAAACCC 

BZ10 ACATTAAAGG CGTTAAACCC 

BZ198 ACATTAAAGG CGTTAAACCC 

P20 ATATTAAGGG TGTTAAAACT 

H38 ACATTAAAGG CGTTAAACCC 

Z2 491 ATATTAAGGG TGTTAAAACT 

H41 ACATTAAAGG CGTTAAACCC 

EG329 ACATTAAAGG CGTTAAACCC 

PMC 21 ACATTAAAGG CGTTAAACCC 

EG327 ACATTAAAGG CGTTAAACCC 

Consensus A-ATTAA-GG -GTTAAA-C- 



GGTACAACAG CT TC C GAT AAC GT T GATTTCGTCC 

GGTACAACAG CT TC CGATAACGTC GATTTCGTCC 

GGTACAACAG CT TC CGATAAC GTT GATTTCGTCC 

GGCTCAACAA CTGGTCAATC AGAAAATGTG GATTTCGTCC 

GGTACAACAG CT TC C GAT AAC GT T GATTTCGTCC 

GGCTCAACAA CTGGTCAATC AGAAAATGTC GATTTCGTCC 

GGTACAACAG CT TC C GATAAC GTT GATTTCGTCC 

GGTACAACAG CT TC C GATAAC GTT GATTTCGTCC 

GGTACAACAG CT TC C GATAAC GTT GATTTCGTCC 

GGTACAACAG CT TC C GATAAC GTT GATTTCGTCC 

GG — CAACA- CT TC -GA-AA-GT- GATTTCGTCC 



C4 



V4 



770 

GCACTTACGA 
GCACTTACGA 
GCACTTACGA 
GCACTTACGA 
ACACTTAC GA 
GCACTTACGA 
GCACTTACGA 
GCACTTACGA 
GCACTTACGA 
GCACTTACGA 
-CACTTACGA 



C5 



H15 
BZ10 
BZ198 

P2 0 

H38 
Z2491 

H41 
EG32 9 
PMC21 
EG327 
Consensus 



771 

CACAGTCGAG 
CACAGTCGAG 
CACAGTCGAG 
CACAGTCGAG 
CACAGTCGAG 
CACAGTCGAG 
CACAGTCGAG 
CACAGTCGAG 
CACAGTCGAG 
CACAGTCGAG 
CACAGTCGAG 



TTCTTGAGCG 
TTCTTGAGCG 
TTCTTGAGCG 
TTCTTGAGCG 
TTCTTGAGCG 
TTCTTGAGCG 
TTCTTGAGCG 
TTCTTGAGCG 
TTCTTGAGCG 
TTCTTGAGCG 
TTCTTGAGCG 



CAGAT AC GAA 
CAGATACGAA 
CAGAT AC GAA 
CAGATACGAA 
CAGATACGAA 
CAGATACGAA 
CAGATACGAA 
CAGATACGAA 
CAGATACGAA 
CAGATACGAA 
CAGATACGAA 



AACAACGACT 
AACAACGACT 
AACAACGACT 
AACAACGACT 
AACAACGACT 
AACAACGACT 
AACAACGACT 
AACAACGACT 
AACAACGACT 
AACAACGACT 
AACAACGACT 



GTTAATGTGG 
GTTAATGTGG 
GTTAATGTGG 
GTTAATGTGG 
GTTAATGTGG 
GTTAATGTGG 
GTTAATGTGG 
GTTAATGTGG 
GTTAATGTGG 
GTTAATGTGG 
GTTAATGTGG 



AAAGCAAAGA 
AAAGCAAAGA 
AAAGCAAAGA 
AAAGCAAAGA 
AAAGCAAAGA 
AAAGCAAAGA 
AAAGCAAAGA 
AAAGCAAAGA 
AAAGCAAAGA 
AAAGCAAAGA 
AAAGCAAAGA 



840 

CAACGGCAAG 
CAACGGCAAG 
CAACGGCAAG 
CAACGGCAAG 
CAACGGCAAG 
CAACGGCAAG 
CAACGGCAAG 
CAACGGCAAG 
CAACGGCAAG 
CAACGGCAAG 
CAACGGCAAG 



C5 



HIS 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC 21 
EG327 
Cons ensus 



841 

AAAACCGAAG 
AGAACCGAAG 
AAAACCGAAG 
AGAACCGAAG 
AGAACCGAAG 
AGAACCGAAG 
AAAACCGAAG 
AAAACCGAAG 
AAAACCGAAG 
AGAACCGAAG 
A- AAC CGAAG 



TTAAAATCGG 
TTAAAATCGG 
TTAAAATCGG 
TTAAAATCGG 
TTAAAATCGG 
TTAAAATCGG 
TTAAAATCGG 
TTAAAATCGG 
TTAAAATCGG 
TTAAAATCGG 
TTAAAATCGG 



TGCGAAGACT 
TGC GAAGAC T 
TGCGAAGACT 
TGCGAAGACT 
TGCGAAGACT 
TGCGAAGACT 
TGCGAAGACT 
TGCGAAGACT 
TGCGAAGACT 
TGCGAAGACT 
TGCGAAGACT 



TCTGTTATTA 
TCTGTTATTA 
TCTGTTATTA 
TCTGTTATTA 
TCTGTTATTA 
TCTGTTATTA 
TCTGTTATTA 
TCTGTTATTA 
TCTGTTATTA 
TCTGTTATCA 
TCTGTT AT - A 



AAGAAAAAGA 
AAGAAAAAGA 
AAGAAAAAGA 
AAGAAAAAGA 
AAGAAAAAGA 
AAGAAAAAGA 
AAGAAAAAGA 
AAGAAAAAGA 
AAGAAAAAGA 
AAGAAAAAGA 
AAGAAAAAGA 



CGGTAAGTTG 
CGGTAAGTTG 
CGGTAAGTTG 
CGGTAAGTTG 
CGGTAAGTTG 
CGGTAAGTTG 
CGGTAAGTTG 
CGGTAAGTTG 
CGGTAAGTTG 
CGGTAAGTTG 
CGGTAAGTTG 



910 

GTTAC TGGTA 
GTTACTGGTA 
GTT AC TGGTA 
GTTACTGGTA 
GTTACTGGTA 
GTTACTGGTA 
GTTACTGGTA 
GTTACTGGTA 
GTTACTGGTA 
GTTACTGGTA 
GTTACTGGTA 



C5 



10/31 



H15 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG32 9 
PMC 2 1 
EG327 
Consensus 



911 

AAGGCAAAGA 
AAGGCAAAGG 
AAGGCAAAGA 
AAGGCAAAGG 
AAGGCAAAGG 
AAGGCAAAGG 
AAGGCAAAGG 
AAGACAAAGG 
AAGACAAAGG 
AAGACAAAGG 
AAG-CAAAG- 



CGAGAATGGT 
CGAGAATGGT 
CGAGAATGGT 
CGAGAATGGT 
CGAGAATGGT 
CGAGAATGGT 
CGAGAATGGT 
CGAGAATGGT 
CGAGAATGGT 
CGAGAATGAT 
CGAGAATG-T 



TCTTCTACAG 
TCTTCTACAG 
TCTTCTACAG 
TCTTCTACAG 
TCTTCTACAG 
TCTTCTACAG 
TCTTCTACAG 
TCTTCTACAG 
TCTTCTACAG 
TCTTCTACAG 
TCTTCTACAG 



ACGAAGGCGA 
ACGAAGGCGA 
ACGAAGGCGA 
ACGAAGGCGA 
ACGAAGGCGA 
ACGAAGGCGA 
ACGAAGGCGA 
ACGAAGGCGA 
ACGAAGGCGA 
AC AAAGGC GA 
AC - AAGGC GA 



AGGCTTAGTG 
AGGCTTAGTG 
AGGCTTAGTG 
AGGCTTAGTG 
AGGCTTAGTG 
AGGCTTAGTG 
AGGCTTAGTG 
AGGCTTAGTG 
AGGCTTAGTG 
AGGCTTAGTG 
AGGCTTAGTG 



ACTGCAAAAG 
ACTGCAAAAG 
ACTGCAAAAG 
ACTGCAAAAG 
ACTGCAAAAG 
ACTGCAAAAG 
ACTGCAAAAG 
ACTGCAAAAG 
ACTGCAAAAG 
ACTGCAAAAG 
ACTGCAAAAG 



C5 



980 

AAGTGATTGA 
AAGTGAT TGA 
AAGTGATTGA 
AAGTGATTGA 
AAGTGATTGA 
AAGTGAT TGA 
AAGTGATTGA 
AAGTGATTGA 
AAGTGATTGA 
AAGTGAT TGA 
AAGTGATTGA 



My 



HI 5 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC 21 
EG327 
Consensus 



981 
TGCAGTAAAC 
TGCAGTAAAC 
TGCAGTAAAC 
TGCAGTAAAC 
TGCAGTAAAC 
TGCAGTAAAC 
TGCAGTAAAC 
TGCAGTAAAC 
TGCAGTAAAC 
TGCAGTAAAC 
TGCAGTAAAC 



AAGGCTGGTT 
AAGGCTGGTT 
AAGGCTGGTT 
AAGGCTGGTT 
AAGGCTGGTT 
AAGGCTGGTT 
AAGGCTGGTT 
AAGGCTGGTT 
AAGGCTGGTT 
AAGGCTGGTT 
AAGGCTGGTT 



GGAGAATGAA 
GGAGAATGAA 
GGAGAATGAA 
GGAGAATGAA 
GGAGAATGAA 
GGAGAATGAA 
GGAGAATGAA 
GGAGAATGAA 
GGAGAATGAA 
GGAGAATGAA 
GGAGAATGAA 



AACAACAACC 
AACAACAACC 
AACAACAACC 
AACAACAACC 
AACAACAACC 
AACAACAACC 
AACAACAACC 
AACAACAACC 
AACAACAACC 
AACAACAACC 
AACAACAACC 



GCTAATGGTC 
GCTAATGGTC 
GCTAATGGTC 
GCTAATGGTC 
GCTAATGGTC 
GCTAATGGTC 
GCTAATGGTC 
GCTAATGGTC 
GCTAATGGTC 
GCTAATGGTC 
GCTAATGGTC 



AAACAGGTCA 
AAACAGGTCA 
AAACAGGTCA 
AAACAGGTCA 
AAACAGGTCA 
AAACAGGTCA 
AAACAGGTCA 
AAACAGGTCA 
AAACAGGTCA 
AAACAGGTCA 
AAACAGGTCA 



1050 
AGCTGACAAG 
AGC TGACAAG 
AGCTGACAAG 
AGCTGACAAG 
AGCTGACAAG 
AGCTGACAAG 
AGCTGACAAG 
AGCTGACAAG 
AGCTGACAAG 
AGCTGACAAG 
AGCTGACAAG 



C5 



fflj 



HIS 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC21 
EG327 
Consensus 



1051 

TTTGAAACCG 
TTTGAAACCG 
TTTGAAACCG 
TTTGAAACCG 
TTTGAAACCG 
TTTGAAACCG 
TTTGAAACCG 
TTTGAAACCG 
TTTGAAACCG 
TTTGAAACCG 
TTTGAAACCG 



TTACATCAGG 
TT AC AT CAGG 
TTACATCAGG 
TTACATCAGG 
TTACATCAGG 
TTACATCAGG 
TTACATCAGG 
TTACATCAGG 
TTACATCAGG 
TTACATCAGG 
TTACATCAGG 



CACAAAAGTA 
CACAAAAGTA 
CACAAAT GT A 
CACAAAAGTA 
CACAAATGTA 
CACAAATGTA 
CACAAAAGTA 
CACAAATGTA 
CACAAATGTA 
CACAAATGTA 
C AC AAA- GT A 



ACCTTTGCTA 
ACCTTTGCTA 
ACCTTTGCTA 
ACCTTTGCTA 
ACCTTTGCTA 
ACCTTTGCTA 
ACCTTTGCTA 
ACCTTTGCTA 
ACCTTTGCTA 
ACCTTTGCTA 
ACCTTTGCTA 



GTGGTAATGG 
GTGGTAATGG 
GTGGTAAAGG 
GTGGTAATGG 
GTGGTAAAGG 
GTGGTAAAGG 
GTGGTAATGG 
GTGGTAAAGG 
GTGGTAAAGG 
GTGGTAAAGG 
GTGGTAA-GG 



TACAAC TGCG 
TACAAC TGCG 
TACAAC TGCG 
TACAAC TGCG 
TACAAC TGC G 
TACAAC TGC G 
TACAAC TGC G 
TACAAC TGCG 
TACAACTGCG 
TACAAC TGCG 
TACAACTGCG 



1120 
ACT GT AAGTA 
ACT GTAAGTA 
ACT GT AAGTA 
AC T GTAAGTA 
ACTGTAAGTA 
ACT GTAAGTA 
ACTGTAAGTA 
ACTGTAAGTA 
ACTGTAAGTA 
ACTGTAAGTA 
ACTGTAAGTA 



C5 



H15 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC21 
EG327 
Consensus 



1121 

AAGATGATCA 
AAGATGATCA 
AAGATGATCA 
AAGATGATCA 
AAGATGATCA 
AAGATGATCA 
AAGATGATCA 
AAGATGATCA 
AAGATGATCA 
AAGATGATCA 
AAGATGATCA 



AGGCAACATC 
AGGCAACATC 
AGGCAACATC 
AGGCAACATC 
AGGCAACATC 
AGGCAACATC 
AGGCAACATC 
AGGCAACATC 
AGGCAACATC 
AGGCAACATC 
AGGCAACATC 



ACTGT TAAGT 
ACTGT TAAGT 
ACTGTTAAGT 
ACTGTTAAGT 
ACTGTTAAGT 
ACT GTTATGT 
ACTGTTAAGT 
ACT GTTATGT 
ACTGTTATGT 
ACTGTTATGT 
ACTGT TA- GT 



ATGATGTAAA 
ATGATGTAAA 
ATGATGTAAA 
ATGATGTAAA 
ATGATGTAAA 
ATGATGTAAA 
ATGATGTAAA 
ATGATGTAAA 
ATGATGTAAA 
ATGATGTAAA 
ATGATGTAAA 



TGTCGGCGAT 
TGTCGGCGAT 
TGTCGGCGAT 
TGTCGGCGAT 
TGTCGGCGAT 
TGTCGGCGAT 
TGTCGGCGAT 
TGTCGGCGAT 
TGTCGGCGAT 
TGTCGGCGAT 
TGTCGGCGAT 



GC CCTAAACG 
GCCCTAAACG 
GCCCTAAACG 
GCCCTAAACG 
GCCCTAAACG 
GCCCTAAACG 
GCCCTAAACG 
GCCCTAAACG 
GCCCTAAACG 
GCCCTAAACG 
GCCCTAAACG 



1190 
TCAATCAGCT 
TCAATCAGCT 
TCAATCAGCT 
TCAATCAGCT 
TCAATCAGCT 
TCAATCAGCT 
TCAATCAGCT 
TCAATCAGCT 
TCAATCAGCT 
TCAATCAGCT 
TCAATCAGCT 



C5 




11/31 



HI 5 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC21 
EG327 
Consensus 



1191 

GCAAAACAGC 
GCAAAACAGC 
GCAAAACAGC 
GCAAAACAGC 
GCAAAACAGC 
GCAAAACAGC 
GCAAAACAGC 
GCAAAACAGC 
GCAAAACAGC 
GCAAAACAGC 
GCAAAACAGC 



GGTTGGAATT 
GGTT GGAATT 
GGTTGGAATT 
GGTTGGAATT 
GGTTGGAATT 
GGTTGGAATT 
GGTTGGAATT 
GGTTGGAATT 
GGTTGGAATT 
GGTTGGAATT 
GGTTGGAATT 



TGGATTCCAA 
TGGATTCCAA 
TGGATTCCAA 
TGGATTCCAA 
TGGATTCCAA 
TGGATTCCAA 
TGGATTCCAA 
TGGATTCCAA 
TGGATTCCAA 
TGGATTCCAA 
TGGATTCCAA 



AGC GGTTGCA 
AGCGGTTGCA 
AGC GGTTGCA 
AGCGGTTGCA 
AGCGGTTGCA 
AGCGGTTGCA 
AGCGGTTGCA 
AGCGGTTGCA 
AGCGGTTGCA 
AGCGGTTGCA 
AGCGGTTGCA 



GGTTCTTCGG 
GGTTCTTCGG 
GGTTCTTCGG 
GGTTCTTCGG 
GGTTCTTCGG 
GGTTCTTCGG 
GGTTCTTCGG 
GGTTCTTCGG 
GGTTCTTCGG 
GGTTCTTCGG 
GGTTCTTCGG 



GCAAAGTCAT 
GCAAAGTCAT 
GCAAAGTCAT 
GCAAAGTCAT 
GCAAAGTCAT 
GCAAAGTCAT 
GCAAAGTCAT 
GCAAAGTCAT 
GCAAAGTCAT 
GCAAAGTCAT 
GCAAAGTCAT 



1260 
CAGCGGCAAT 
CAGCGGCAAT 
CAGCGGCAAT 
CAGCGGCAAT 
CAGCGGCAAT 
CAGCGGCAAT 
CAGCGGCAAT 
CAGCGGCAAT 
CAGCGGCAAT 
CAGCGGCAAT 
CAGCGGCAAT 



C5 





1261 




HIS 


GTTTCGCCGA 


GCAAGGGAAA 


BZ10 


GTTTCGCCGA 


GCAAGGGAAA 


BZ198 


GTTTCGCCGA 


GCAAGGGAAA 


P20 


GTTTCGCCGA 


GCAAGGGAAA 


"H38 


GTTTCGCCGA 


GCAAGGGAAA 


Z2491 


GTTTCGCCGA 


GCAAGGGAAA 


H41 


GTTTCGCCGA 


GCAAGGGAAA 


EG329 


GTTTCGCCGA 


GCAAGGGAAA 


PMC21 


GTTTCGCCGA 


GCAAGGGAAA 


EG327 


GTTTCGCCGA 


GCAAGGGAAA 


Consensus 


GTTTCGCCGA 


GCAAGGGAAA 



GAT GGATGAA 
GAT GGATGAA 
GAT GGATGAA 
GAT GGATGAA 
GAT GGATGAA 
GAT GGATGAA 
GAT GGATGAA 
GAT GGATGAA 
GAT GGATGAA 
GAT GGATGAA 
GAT GG AT GAA 



ACCGTCAACA 
ACCGTCAACA 
ACCGTCAACA 
ACCGTCAACA 
ACCGTCAACA 
ACCGTCAACA 
ACCGTCAACA 
ACCGTCAACA 
ACCGTCAACA 
ACCGTCAACA 
ACCGTCAACA 



TTAATGCCGG 
TTAATGCCGG 
TTAATGCCGG 
TTAATGCCGG 
TTAATGCCGG 
TTAATGCCGG 
TTAATGCCGG 
TTAATGCCGG 
TTAATGCCGG 
TTAATGCCGG 
TTAATGCCGG 



CAACAACATC 
CAACAACATC 
CAACAACATC 
CAACAACATC 
CAACAACATC 
CAACAACATC 
CAACAACATC 
CAACAACATC 
CAACAACATC 
CAACAACATC 
CAACAACATC 



1330 
GAGATTACCC 
GAGATTACCC 
GAGATTACCC 
GAGATTACCC 
GAGATTACCC 
GAG AT T AGC C 
GAGATTACCC 
GAGATTACCC 
GAGATTACCC 
GAGATTACCC 
GAGATTA- CC 



C5 



HIS 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG32 9 
PMC21 
EG327 
Consensus 



1331 

GCAACGGCAA 
GCAACGGCAA 
GCAACGGTAA 
GCAACGGCAA 
GCAACGGTAA 
GCAACGGTAA 
GCAACGGCAA 
GCAACGGTAA 
GCAACGGTAA 
GCAACGGCAA 
GCAACGG-AA 



AAATATCGAC 
AAATATCGAC 
AAATATCGAC 
AAATATCGAC 
AAATATCGAC 
AAATATCGAC 
AAATATCGAC 
AAATATCGAC 
AAATATCGAC 
AAATATCGAC 
AAATATCGAC 



ATCGCCACTT 
ATCGCCACTT 
ATCGCCACTT 
ATCGCCACTT 
ATCGCCACTT 
ATCGCCACTT 
ATCGCCACTT 
ATCGCCACTT 
ATCGCCACTT 
ATCGCCACTT 
ATCGCCACTT 



CGATGACCCC 
CGATGACCCC 
CGATGGCGCC 
CGATGACCCC 
CGATGACCCC 
CGATGGCGCC 
CGATGACCCC 
CGATGACCCC 
CGATGACCCC 
CGATGACCCC 
CGATG-C-CC 



GCAATTTTCC 
GCAATTTTCC 
GCAGTTTTCC 
GCAATTTTCC 
GCAGTTTTCC 
GCAGTTTTCC 
GCAATTTTCC 
GCAGTTTTCC 
GCAGTTTTCC 
GCAATTTTCC 
GCA-TTTTCC 



AGCGTTTCGC 
AGCGTTTCGC 
AGCGTTTCGC 
AGCGTTTCGC 
AGCGTTTCGC 
AGCGTTTCGC 
AGCGTTTCGC 
AGCGTTTCGC 
AGCGTTTCGC 
AGCGTTTCGC 
AGCGTTTCGC 



1400 
TCGGCGCGGG 
TCGGCGCGGG 
TCGGTGCGGG 
TCGGCGCGGG 
TCGGCGCGGG 
TCGGCGCGGG 
TCGGCGCGGG 
TCGGCGCGGG 
TCGGCGCGGG 
TCGGCGCGGG 
TCGG-GCGGG 



C5 



HIS 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC21 
EG327 
Consensus 



1401 

GGCGGATGCG 
GGCGGATGCG 
GGCGGATGCG 
GGCGGATGCG 
GGCGGATGCG 
GGCAGATGCG 
GGCGGATGCG 
GGCGGATGCG 
GGCGGATGCG 
GGCGGATGCG 
GGC— GATGCG 



CCCACTTTAA 
CCCACTTTAA 
CCCACTTTGA 
CCCACTTTAA 
CCCACTTTGA 
CCCACTTTAA 
CCCACTTTAA 
CCCACTTTGA 
CCCACTTTGA 
CCCACTTTAA 
CCCACTTT-A 



GCGTGGATGA 
GCGTGGATGA 
GCGTGGATGA 
GCGTGGATGA 
GCGTGGATGA 
GCGTGGATGA 
GCGTGGATGA 
GCGTGGAT . . 
GCGTGGAT . . 
GCGTGGATGA 
GCGTGGAT — 



CGAGGGCGCG 
CGAGGGCGCG 
CGAGGGCGCG 
CGAGGGCGCG 
CAAGGGCGCG 
CGAGGGCGCG 
CGAGGGCGCG 
. GGGGACGCA 
. GGGGACGCA 
CGAGGGCGCG 
GG-CGC- 



TTGAATGTCG 
TTGAATGTCG 
TTGAATGTCG 
TTGAATGTCG 
TTGAATGTCG 
TTGAATGTCG 
TTGAATGTCG 
TTGAATGTCG 
TTGAATGTCG 
TTGAATGTCG 
TTGAATGTCG 



GCAGCAAGGA 
GCAGCAAGGA 
GCAGCAAGGA 
GCAGCAAGGA 
GCAGCAAGGA 
GCAGCAAGGA 
GCAGCAAGGA 
GCAGCAAGAA 
GCAGCAAGAA 
GCAGCAAGGA 
GCAGCAAG-A 



1470 
TGCCAACAAA 
T GC CAAC AAA 
TACCAACAAA 
TGCCAACAAA 
TGCCAACAAA 
TGCCAACAAA 
TGCCAACAAA 
GGACAACAAA 
GGACAACAAA 
TGCCAACAAA 
CAAC AAA 



C5 




12/31 



HIS 
BZ10 
BZ198 
P20 
H38 
Z2491 
. H41 
EG329 
PMC21 
EG327 
Cons ensus 



1471 

CCCGTCCGCA 
CCCGTCCGGA 
CCCGTCCGCA 
CCCGTCCGCA 
CCCGTCCGCA 
CCCGTCCGCA 
CCCGTCCGCA 
CCCGTCCGCA 
CCCGTCCGCA 
CCCGTCCGCA 
CCCGTCCGCA 



TTACCAATGT 
TTACCAATGT 
TTACCAATGT 
TTACCAATGT 
TTACCAATGT, 
TTACCAATGT 
TTACCAATGT 
TTACCAATGT 
TTACCAATGT 
TTACCAATGT 
TTACCAATGT 



CGCCCCGGGC 
CGCCCCGGGC 
CGCCCCGGGC 
CGCCCCGGGC 
CGCCCCGGGC 
CGCCCCGGGC 
CGCCCCGGGC 
CGCCCCGGGC 
CGCCCCGGGC. 
CGCCCCGGGC 
CGCCCCGGGC 



GTTAAAGAGG 
GTTAAAGAGG 
GTTAAAGAGG 
GTTAAAGAGG 
GTTAAAGAGG 
GTTAAAGAGG 
GTTAAAGAGG 
GTTAAAGAGG 
GTTAAAGAGG 
GTTAAAGAGG 
GTTAAAGAGG 



GGGATGTTAC 
GGGATGTTAC 
GGGATGTTAC 
GGGATGTTAC 
GGGATGTTAC 
GGGATGTTAC 
GGGATGTTAC 
GGGATGTTAC 
GGGATGTTAC 
GGGATGTTAC 
GGGATGTTAC 



AAACGTCGCA 
AAACGTCGCA 
AAACGTCGCA 
AAACGTCGCA 
AAACGTCGCA 
AAACGTCGCA 
AAACGTCGCG 
AAACGTCGCA 
AAACGTCGCA 
AAACGTCGCA 
AAACGTCGC- 



C5 



1540 
CAACTTAAAG 
CAACTTAAAG 
CAACTTAAAG 
CAACTTAAAG 
CAACTTAAAG 
CAACTTAAAG 
CAACTTAAAG 
CAACTTAAAG 
CAACTTAAAG 
CAACTTAAAG 
CAACTTAAAG 



HIS 
BZ10 
BZ198 

P2 0 

H38 
Z2491 

H41 
EG329 
PMC21 
EG327 
Consensus 



1541 

GTGTGGCGCA 
GTGTGGC GC A 
GCGTGGCGCA 
GTGTGGCGCA 
GCGTGGCGCA 
GCGTGGCGCA 
GTGTGGCGCA 
GCGTGGCGCA 
GCGTGGCGCA 
GCGTGGCGCA 
G-GTGGCGCA 



AAACTTGAAC 
AAACTTGAAC 
AAACTTGAAC 
AAACTTGAAC 
AAACTTGAAC 
AAACTTGAAC 
AAACTTGAAC 
AAACTTGAAC 
AAACTTGAAC 
AAACTTGAAC 
AAACTTGAAC 



AACCGCATCG 
AACCGCATCG 
AACCGCATCG 
AACCGCATCG 
AACCGCATCG 
AACCGCATCG 
AACCGCATCG 
AACCGCATCG 
AACCGCATCG 
AACCACATCG 
AACC-CATCG 



ACAATGTGGA 
ACAATGTGGA 
ACAATGTGGA 
ACAATGTGAA 
ACAATGTGGA 
ACAATGTGGA 
ACAATGTGAA 
ACAATGTGGA 
ACAATGTGGA 
ACAATGTGGA 
ACAATGTG-A 



CGGCAACGCG 
CGGCAACGCG 
CGGCAACGCG 
CGGCAACGCG 
CGGCAACGCG 
CGGCAACGCG 
CGGCAACGCG 
CGGCAACGCG 
CGGCAACGCG 
CGGCAACGCG 
CGGCAACGCG 



CGCGCGGGTA 
C GCGC GGGTA 
CGTGCGGGCA 
CGCGCGGGTA 
CGTGCGGGCA 
CGTGCGGGCA 
CGTGCGGGCA 
CGTGCGGGCA 
CGTGCGGGCA 
CGTGCGGGCA 
CG-GCGGG-A 



1610 
TCGCCCAAGC 
TCGCCCAAGC 
TCGCCCAAGC 
TCGCCCAAGC 
TCGCCCAAGC 
TCGCCCAAGC 
TCGCCCAAGC 
TCGCCCAAGC 
TCGCCCAAGC 
TCGCCCAAGC 
TCGCCCAAGC 



C5 



HIS 
BZ10 
BZ198 

P20 

H38 
Z2491 

H41 
EG329 
PMC 2 1 
EG327 
Consensus 



1611 

GATTGCAACC 
GATTGCAACC 
GATTGCAACC 
GATTGCAACC 
GATTGCAACC 
GATTGCAACC 
GATTGCAACC 
GATTGCAACC 
GATTGCAACC 
GATTGCAACC 
GATTGCAACC 



GCAGGTTTGG 
GCAGGTTTGG 
GCAGGTCTAG 
GCAGGTTTGG 
GCAGGTCTGG 
GCAGGTCTGG 
GCAGGTCTGG 
GCAGGTCTGG 
GCAGGTCTGG 
GCAGGTCTGG 
GCAGGT-T-G 



CTCAGGCGTA 
CTCAGGCCTA 
TTCAGGC GTA 
CTCAGGCCTA 
TTCAGGC GTA 
TTCAGGC GTA 
TTCAGGC GTA 
TTCAGGC GTA 
TTCAGGCGTA 
TTCAGGCGTA 
-TCAGGC-TA 



TTTGCCCGGC 
TTTGCCCGGC 
TCTGCCCGGC 
TTTGCCCGGC 
TCTGCCCGGC 
TCTGCCCGGC 
TCTGCCCGGC 
TTTGCCCGGC 
TTTGCCCGGC 
TCTGCCCGGC 
T-TGCCCGGC 



AAGAGTATGA 
AAGAGTATGA 
AAGAGTATGA 
AAGAGTATGA 
AAGAGTATGA 
AAGAGTATGA 
AAGAGTATGA 
AAGAGTATGA 
AAGAGTATGA 
AAGAGTATGA 
AAGAGTATGA 



C5 



TGGCGATCGG 
TGGCGATCGG 
TGGCGATCGG 
TGGCGATCGG 
TGGCGATCGG 
TGGCGATCGG 
TGGCGATCGG 
TGGCGATCGG 
TGGCGATCGG 
TGGCGATCGG 
TGGCGATCGG 



1680 
CGGCGGTACT 
CGGCGGTACT 
CGGCGACACT 
CGGCGGTACT 
CGGCGGCACT 
CGGCGGCACT 
CGGCGGCACT 
CGGCGGCACT 
CGGCGGCACT 
CGGCGGCACT 
CGGCG — ACT 



FIG. 2 
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401 • 4 50 

H41 SKAVAGSSGK VISGNVSPSK GKMDETVNIN AGNNIEITRN GKNIDIATSM 

PMC 2 1 SKAVAGSSGK VISGNVSPSK GKMDETVNIN AGNNIEITRN GKNTDIATSM 

H41Studel SKAVAGSSGK VISGNVSPSK GKMDETVNIN AGNNIEITRN GKNIDIATSM 

PMC21Bgldel SKAVAGSSGK VISGNVSPSK GKMDETVNIN AGNNIEITRN GKNIDIATSM 

PMC21C1C5 SKAVAGSSGK VISGNVSPSK GKMDETVNIN AGNNIEITRN GKNIDIATSM 

C5 



hJ3 



451 500 

H41 TPOFSSVSLG AGADAPTLSV DDEGALNVGS KDANKPVRIT NVAPGVKEGD 

PMC21 TPQFSSVSLG AGADAPTLSV DG . DALNVGS KKDNKPVRIT NVAPGVKEGD 

H41Studel TPQFSSVSLG AGADAPTLSV DDEGALNVGS KDANKPVRIT NVAPGVKEGD 

PMC21Bgldel TPQFSSVSLG AGADAPTLSV DG. DALNVGS KKDNKPVRIT NVAPGVKEGD 

PMC21C1C5 TPQFSSVSLG AGADAPTLSV DG. DALNVGS KKDNKPVRIT NVAPGVKEGD 

C5 



501 550 
H41 VTNVAOLKGV AONLNNRIDN VNGNARAG I A OAIATAGLVQ AYLPGKSMMA 
PMC21 VTNVAOLKGV AQNLNNRIDN VDGNARAGIA OAIATAGLVQ AYLPGKSMMA 
H41Studel VTNVAQLKGV AQNLNNRIDN VNGNARAG I A QAIATAGLVQ AYLPGKSMMA 
PMC21Bgldel VTNVAQLKGV AQNLNNRIDN VDGNARAGIA QAIATAGLVQ AYLPGKSMMA 
PMC21C1C5 VTNVAQLKGV AQNLNNRIDN VDGNARAGIA QAIATAGLVQ AYLPGKSMMA 

C5 



551 600 

H41 IGGGTYLGEA GYAIGYSSIS AGGNWIIKGT ASGNSRGHFG ASASVGYOW . 

PMC2 1 IGGGTYRGEA GYAIGYSSIS DGGNWIIKGT ASGNSRGHFG ASASVGYOW . 

H41Studel IGGGTYLGEA GYAIGYSSIS AGGNWIIKGT ASGNSRGHFG ASASVGYQW. 

PMC21Bgldel IGGGTYRGEA GYAIGYSSIS DGGNWIIKGT ASGNSRGHFG ASASVGYQW. 

PMC21C1C5 IGGGTYRGEA GYAIGYSSIS DGGNWIIKGT ASGNSRGHFG ASASVGYQW. 

C5 



FIG. 10 
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H41 MNKI YRIIWN SALNAWVAVS ELTRNHTKRA SATVKTAV LA TLLFATVOAN 
PMC2 1 MNKI YRIIWN SALNAWVVVS DLTRNHTKRA SATVNTAVLA TLLFATVnA.9 
H41Studel MNKI YRIIWN SALNAWVAVS ELTRNHTKRA SATVKTAVLA TLLFATVQAN 
PMC2lBgldel MNKI YRIIWN SALNAWVVVS ELTRNHTKRA SATVKTAVLA TLLFATVQAS 
PMC21C1C5 MNKIYRIIWN SALNAWVVVS ELTRNHTKRA SATVKTAVLA TLLFATVQAS 

CI 



i31 - 100 

H41 ATDED..EEZ ELESVQRS.V VGSIQASMEG SVELET ... I SLSMTNDSKE 

PMC 2 1 ANNEEQEEYL YLHPVQRTVA VLIVNSDKEG AGEKEKVEEN SDWAVYFNEK 

H41Studel ATDE 

PMC21Bgldel ANNE ' " .[.... 

PMC21C1C5 AN ; .* .\. 

VI 



101 150 
H41 FVDPYIWTL KAGDNLKIKQ N.TNENTNAS SFTYSLKKDL TGLINVETEK 

PMC21 GVLTAREITL KAGDNLKIKQ NGTN FTYSLKKDL TDLTSVGTEK 

H41Studel TGLINVETEK 

PMC21Bgldel TDLTSVGTEK 

PMC21C1C5 

VI C2 V2 C3 



151 200 

H41 LSFGANGKKV NIISDTKGLN FAKETAGTNG DTTVHLNGIG STLTDMLLNT 

PMC21 LSFSAHGNKV NITSDTKGLN FAKETAGTNG DTTVHLNGIG STLTDTLLNT 

H41Studel LSFGANGKKV NIISDTKGLN FAKETAGTNG DTTVHLNGIG STLTDMLLNT 

PMC21Bgldel LSFSANGNKV NITSDTKGLN FAKETAGTNG DTTVHLNGIG STLTDTLLNT 

PMC21C1C5 

C3 V3 



H41 
PMC21 
H41Studel 



201 250 
GATTNVTNDN" VTDDEKKRAA SVKDVLNAGW NIKGVKPGTT ASDNVDFVRT 
GATTNVTNDN" VTDDEKKRAA SVKDVLNAGW NIKGVKPGTT AS DNVDFVRT 



GATTNVTNDN' VTDDEKKRAA SVKDVLNAGW NIKGVKPGTT ASDNVDFVRT 
PMC21Bgldel GATTNVTNDN VTDDEKKRAA SVKDVLNAGW NIKGVKPGTT ASDNVDFVRT 

PMC 2 1C1C5 NVDFVRT 

V3 C4 V4 C5 



H41 
PMC 21 
H41Studel 



251 300 
YDTVEFLSAD TKTTTVNVES KDNGKKTEVK IGAKTSVIKE KDGKLVTGKG 
YDTVEFLSAD TKTTTVNVES KDNGKKTEVK IGAKTSVIKE KDGKLVTGKD 



YDTVEFLSAD TKTTTVNVES KDNGKKTEVK IGAKTSVIKE KDGKLVTGKG 
PMC21Bgldel YDTVEFLSAD TKTTTVNVES KDNGKKTEVK IGAKTSVIKE KDGKLVTGKD 
PMC21C1C5 YDTVEFLSAD TKTTTVNVES KDNGKKTEVK IGAKTSVIKE KDGKLVTGKD 

C5 



H41 
PMC 21 
H41Studel 
PMC21Bgldel 
PMC21C1C5 



301 

kgengsstd: 
kgengsstd: 

kgengsstde geglvtakev 
kgengsstde geglvtakev 
kgengsstde geglvtakev 



350 



geglvtakev ipavnkagwr mktttangot goadkfetvt 
geglvtakev idavnkagwr mktttangqt goadkfetvt 
idavnkagwr mktttangqt gqadkfetvt 
idavnkagwr mktttangqt gqadkfetvt 
idavnkagwr mktttangqt gqadkfetvt 
C5 



351 400 

H41 SGTKVTFAS3 NGTTATVSKD DQGNITVKYD VNVGDALNVN OLQNSGWNLD 

PMC 21 SGTNVTFASG KGTTATVSKD DOGNITVMYD VNVGDALNVN OLQNSGWNLD 

H41Studel SGTKVTFAS3 NGTTATVSKD DQGNITVKYD VNVGDALNVN QLQNSGWNLD 

PMC21Bgldel SGTNVTFASG KGTTATVSKD DQGNITVMYD VNVGDALNVN QLQNSGWNLD 

PMC21C1C5 SGTNVTFASG KGTTATVSKD DQGNITVMYD VNVGDALNVN QLQNSGWNLD 

C5 



FIG. 10 



